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Changed a fif from non-A^Cff loASCII ^ ^' EWTPDC w^l T ^ ^E^lEz 
Edited a formal error in the Current AppBcatfJn Data section, spec^ca/lyr^"^ : 

Added the mandatory head^^nd^bheadings for 'Current Application 6at a : ~ ™ " : . 

Changed tho.spolling of a mandatory field (the headings or subheadings), spoai;^ 

JUo sequence numbers ,at were edited w ero: 

' ~ i 

Inserted ccorroCed a nudeic our*,, a , , he cn(f 0 , a nucloic|ioo S£Q , Q ^ ^ 



Inserted colons after headings/subheadings. Headings edited included: 



Deleted extra, invalid, headings used by an applicant, specifically: 



° ™ at end of fi, e: 



Inserted mandatory headings, specifically: 
Corrected an obvious error in the response, specifically: 



Edited identifiers where upper case is used bul lower case is required, or vice versa. 
Corrected an error in the Number of Sequences field, specifically: 



A YfartfPage Break- code was inserted by , he appOcanf. A„ occurrences had to be deleted. 

^ Wength, lie.d according, (error 

Other: 



/ ? 2s\ ZX. 



'Examiner: 



^SaTo;y™ot Ca,ed 10 ,h ° ^^^^ 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/27 1 , 584A 



DATE: 03/05/2001 
TIME: 15:40:32 



Input Set .- A:\Cpg.pto 

Output Set: N:\CKF3\03052001\I271584A.raw 

4 <110> APPLICANT: BLUMWALD, Eduardo 

5 APSE , Maris 

6 SNEDDEN, Wayne 

7 AHARON, Gilad 

9 < 1 20> TITLE OF INVENTION: GENETIC ENGINEERING SALT TOLERANCE IN CROP F 
► 0 <130> FILE REFERENCE: 

IX <X40> CURRENT APPLICATION NUMBER : US 09/271, 584A 
12 <141> CURRENT FILING DATE: 1999-03-18 

14 <150> PRIOR APPLICATION NUMBER: PCT/CA99/00 219 

15 <15X> PRIOR FILING DATE: 1999-03-18 

17 <150> PRIOR APPLICATION NUMBER : US 60/078,474 

18 <151> PRIOR FILING DATE; 1998-04-01 

20 <150> PRIOR APPLICATION NUMBER: US 60/116,111 

21 <151> PRIOR FILING DATE: 1999-01-15 
23 <160> NUMBER OF SEQ ID' NOS : 37 

25 <170> SOFTWARE: Patentln Ver . 2.2, Word 97 

27 <210> SEQ ID NO: 1 

28 <211> LENGTH : 2X78 

29 <212> TYPE: DNA 

30 <213> ORGANISM: Arabidopsis thaliana 

32 <220> FEATURE: 

33 <221> NAME/KEY: CDS / 

34 <222> LOCATION: { 286 )..( 1899 ) ' 

3 5 <22 3> OTHER INFORMATION: Figure 1(a) 
37 <400> SEQUENCE : I 

39 cctctctgtt tcgttcctcg tagacgaaga agaagaagaa tctcaggttt tagctttcga 60 
41 agcttccaaa attttgaatt ttgatcttct gggctctttt gtaaatcaga ctgaagatat 120 
43 ttagattacc cagaagttgt tcaaggaatg gtttcagtgg acagcacgga aagataaaag 180 

4 5 agactttttt ttccagattt tgctgatcca aaatctgaat agttgttcat gttcttggat 240 
47 caaatetgga aagaggaagt ttgttggatc tagaagaaga taaca l atg ttg gat tct 297 
4 8 Met Leu Asp Ser 

49 1 

51 eta gtg teg aaa ctg cct teg tta teg aca tct gat cac get tct gtg 34 5 

52 Leu val ser Lys Leu Pro Ser Leu Scr Thr Ser Asp His Ala Ser Val 

53 5 10 15 20 

55 gtt gcg ttg aat etc ttt gtt gca ctt ctt tqt get tgt att gtt ctt 393 

56 Val Ala Leu Asn Leu Phe Val Ala Leu Leu Cys Ala Cys Tie Val Leu 

57 25 30 35 

59 ggt cat ctt ttg gaa gag aat aga tgg atg aac gaa tec ate ace gee 441 

60 Gly Mis Leu Leu Glu Glu Asn Arg Trp Met Asa Glu Ser lie Thr Ala 

61 40 45 50 

63 ttg ttg att ggg eta ggc act ggt gtt acc att ttg ttg att agt aaa 489 

64 Leu Leu lie Gly Leu Gly Thr Gly Val Thr He Leu Leu He Ser Lys 

65 55 60 65 

67 gga aaa age teg cat ctt etc gtc ttt agt gaa gat ctt ttc ttc ata 537 

68 Gly Lys Ser Ser His Leu Leu Val Phe Ser Glu Asp Leu Phe Phe He 

69 70 75 80 



5 



5 e 

RECEIVED 

MAR o 7 ? m 
KCHCEmEHmomo 
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71 tat ctt ttg cca ccc att ata ttc aat gca ggg ttt caa gta aaa aag 58 5 

72 Tyr Leu Lgu Pro Pro lie lie Phe Asn Ala Cly Phe Gin Val Lys Lys 
7 3 85 90 95 100 

75 aag cag ttt ttc cgc aat ttc gtg act art atg ctt ttt ggt get gtt 633 

76 Lys Gin Phe Phe Arg Asn Phe Val Thr lie Met Leu Phe Gly Ala val 

77 105 110 115 

79 gqg act att att tot tgc aca ate ata tct eta gqt gta aca cag ttc 681 

80 Gly Thr lie lie Ser Cys Thr lie Tie Ser Leu Gly Val Thr Gtn Phe 

81 120 125 130 

83 ttt aag aag ttg gac att gga acc ttt gac ttg ggt gat tat ctt get 729 

84 Phe Lys Lys Leu Asp He Gly Thr Phe Asp Leu Gly Asp Tyr Leu Ala 

85 135 140 145 

87 aft ggt gec ata ttt get gca aca gat tea gta tgt aca ctg cag gtt 777 

88 Tie Gly Ala He Phe Ala Ala Thr Asp Ser Val Cys Thr Leu Gin val 
80 150 155 160 

91 ctg aat caa gac gag aca cct ttg ctt tae agt ctt gta ttc gga gag 825 

92 Leu Asn Gin Asp Glu Thr Pro Leu Leu Tyr Ser Leu Val Phe Gly Glu 

93 165 170 175 180 

95 ggt gtt gtg aat gat gca acg tea gtt gtg gfc ttc aac gcg att cag 873 

96 Gly val Val Asn Asp Ala Thr Ser Val Val val Phe Asn Ala He Gin 

97 185 190 195 

99 age ttt gat etc act cac eta aac cac gaa get get ttt cat ctt ctt 921 

100 Ser Phe Asp Leu Thr His Leu Asn His Glu Ala Ala Phe His Leu Leu 

101 200 205 210 

103 gga aac ttc ttg tat ttg ttt etc eta agt acc ttg ctt ggt get gca 969 

104 Gly Asn Phe Leu Tyr Leu Phe Leu Leu Ser Thr Leu Leu Gly Ala Ala 

105 215 220 225 

107 acc ggt ctg ata agt gcg tat gtt ate aag aag eta tae ttt gga agg 1017 

108 Thr Gly Leu He Ser Ala Tyr Val He Lys Lys Leu Tyr Phe Gly Arg 

109 230 235 240 

111 cac tea act gac cga gag gtt gec ctt atg atg ctt atg gcg tat ctt 106 5 

112 His Ser Thr Asp Arg Glu Val Ala Leu Met Met Leu Met Ala Tyr Leu 

113 245 * 250 255 260 

115 tct tat atg ctt get gag ctt ttc gac ttg age ggt ate etc act gtg 1113 

116 Ser Tyr Met Leu Ala Glu Leu Phe Asp Leu Ser Gly He Leu Thr Val 

117 265 270 275 

119 ttt ttc tgt. ggt att gtg atg tec cat tae aca tgg cac aat gta acg 1161 

120 Phe Phe Cys Gly He Val Met Ser Bis Tyr Thr Trp His Asn Val Thr 

121 . 280 285 290 

123 gag age tea aga ata aca aca aag cat acc ttt gca act ttg tea ttt 1209 

124 Glu Ser Ser Arg He Thr Thr Lys H.is Thr Phe Ala Thr Leu Ser Phe 

125 295 300 ' 305 

127 ctt gcg gag aca ttt att ttc ttg tat gtt gga atg gat gee ttg gac 1257 

128 Leu Ala Glu Thr Phe He Phe Leu Tyr Val Gly Met Asp Ala Leu Asp 

129 310 315 320 

131 att gac aag tgg aga tec gtg agt gac aca ccg gga aca teg ate gca 1305 

132 lie Asp Lys Trp Arg Ser Val Ser Asp Thr Pro Gly Thr Ser He Ala 

133 325 330 335 340 

135 gtg age tea ate eta atg ggt ctg gtc atg gtt gga aga gca gcg ttc 1353 
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136 


Veil 


Ser 


Ser 


I Le 




Met 


G ly 


Leu 


val 




Val 


Gly 


Arg 


Ales 


Al a 


Phe 




137 
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V) LV - 


ttfc 




tt a 


teg 


t tt 


ct a 


t rt 


aac 


tta 


gee 


aag 


aag 


aa 


ea a 


age 


1 4 U X 


14 0 


val 


Phe 


Pro 


Leu 


Ser 


Phe 


Leu 


ser 


Asn 


Leu 


Ala 


Lys 


Lys 


Asn 


Gin 


Ser 
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360 










36 5 
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gag 


aaa 


a tc 


el a t 


ttt 


aac 


a y 




gtt 


gtg 


att 


tgg 


t99 




ggt 


etc 


^ A A Q 

.l 4 4 y 


144 


Glu 


Lys 


He 


Asn 


Phe 


Asn 


Met 




Vdl 


Val 


lie 


Trp 


Trp 


Ser 


Gly 


Leu 




14 5 
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380 










3 O 0 










14 7 


atg 




99 1 


a? " 


gta 


tct 


atg 


Clr-t 


tt 




tac 


aac 


aag 


t tt 


aca 


a 99 


14 97 


14 8 


Met 


Arg 


<^iy 




Veil 


Ser 


Met 


Ala 


Leu 


/via 


Tyr 


Asn 


Lys 


Phe 


Thr 


Arg 




149 




390 










39 5 










400 












15 J 


qCC 


999 






gat 


gta 


cqc 


999 


a a t 




ate 


atg 


a tc 


a eg 


agt 


acg 


i J 4 J 


152 


Ala 


U-L / 


Hi s 


Thr 


Asp 


Val 


ig 


Gly 


Asn 


Ala 


lie 


Met 




Thr 


Sex' 


Thr 




153 


405 










*t .1. u 










415 










4 20 




155 




act 


9 tc 


Lg l 


ct t 


t tt 


age 


aca 


gtg 


gtg 


ttt 


ggt 


atg 


ctg 


acc 


aaa 


15 93 


156 


Hp 


ihr 


Val 


Cys 




Phe 


Ser 


Thr 


val 


Va 1 


Phe Gly 


Met 


Leu 


Thr 


Lys 




157 










425 










4 30 










43 5 






159 




etc 


ata 


age 


tac 


eta 


tta 


ccg 


cac 


cag 


aac 


gee 


acc 


3cg 


age 


atg 


164 1 


160 


Pro 


L6u 


He 


Ser 


Tvr 


Leu 


Leu 


Pro 


His 


Gin 


Asn 


Ala 


Thr 


Thr 




Met 




161 








440 










445 










450 








163 


tta 


tot 


gat 


gac 


aac 


acc 


eca 


aaa 


tec 


ata 


cat 


ate 


cct 


ttg 


ttg 


gac 


1689 


164 


Leu 


ser 


Asp 


Asp 


Asn 


Thr 


Pro 


Lys 


Ser 


He 


His 


He 


Pro 


Leu 


Leu 


Asp 




165 






455 










460 










465 










167 


caa 


gac 


teg 


ttc 


att 


gag 


cct 


tea 


999 


aac 


cac 


aat 


gtg 


cct 


egg 


cct 


1737 


168 


Gin 


Asp 


Ser 


Phe 


He 


Glu 


Pro 


Ser 


Gly 


Asn 


His 


AS 11 


Val 


Pro 


Arg 


Pro 




169 




470 










475 










480 












171 


gac 


agt 


ata 


cgt 


99 o 


ttc 


ttg 


aca 


egg 


ccc 


act 


cga 


acc 




cat 


tac 


1785 


172 


Asp 


Ser 


He 


Arg 


Gly 


Phe 


Leu 


Thr Arg 


Pro 


Thr 


Arg 


Thr 


Val 


His 


Tyr 




173 


485 










490 










495 










500 




175 


tac 


tgg 


aga 


caa 


ttt 


gat 


gac 


tec 


ttc 


atg 


cga 


ccc 


gtc 


ttt 


gga 


ggt 


1833 


.17 6 


Tyr 


Ti?p 


Arg 


Gin 


Phe 


Asp Asp 


Ser 


Phe 


Met 


Arg 


Pro 


val 


Phe 


G.1 y 


Gly 




177 










505 










510 










515 






179 


cgt 


ggc 


ttt 


gta 


ccc 


ttt 


gtt 


cca 


ggt 


tct 


cca 


act 


9^9 


aga 


aac 


cct 


1881 


180 


Arg 


Gly 


Phe 


Val 


Pro 


Phe 


val 


Pro Gly 


Ser 


Pro 


Thr 


Glu 


Arg 


Asn 


Pro 





181 520 525 530 

.183 cct gat ctt agt aag get' tgagggtaac gtggaagaaa agctttgatt 1929 

184 Pro Asp Leu Ser Lys Ala 

185 535 

187 ttttthggta gaaaagggtg attcaaatta tgcttttgtg taaattatcc atttgtaata 1989 
189 ttgtttgtga ggacagaaat ctqtcctaac gttttgagag cagaaagcaa aacatggcaa 2049 
191 ctttgaagtg tttgattgat gtatgtaatt atattcatat ttgttttgtt gtaacacaaa 2109 
19 3 ctacacattt gtttatgttt tgaatttggt ttttgetteg aaaaaaaaaa aaaaaaaaaa 2169 
195 aaaaaaaaa 2178 

198 <210> SEQ TD NO: 2 

199 <211> LENGTH: 538 

200 <212> TYPE: PRT 

201 <213> ORGANISM: Arabidopsis thaliana 

203 <220> FEATURE: 

204 <223> OTHER INFORMATION: Figure 1(a) 
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206 


<400> SEQUENCE: 
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208 


Met 




Asp 


Ser 




Va 1 


Ser 


Lys 


Leu 


Pro 


Ser 


Leu 


Ser 


Thr 


Ser 


Asp 


209 










5 










10 










15 




21 ] 


His 


Ala 


Ser 


Val 


Val 


Ala 


I eu 


Asn 


I eu 


Phe 


Val 


Ala 


Leu 


Le u 




Ala 


212 








20 










2 5 










30 






214 


Lys 


He 


Val 


Leu 


Glv 


His 


Leu 


Leu 


Glu 


Glu 


Asn 


Arg 


Trp 


Met 


Asn 


Glu 


215 






35 










40 










45 








217 


' er 


I le 


Thr 


Al 


LCU 


Le 


He 


Gly 


I eu 


Glv 


Thr 


Gly 


Val 


Thr 


He 


Leu 


0 1 ft 




5 0 










55 










6 0 










220 


Leu 


lie 


Ser 


ys 


Glv 


Lys 


Ser 


Sex" 


M i S 


Leu 


Leu 


Val 


Plie 


Ser 


Glu 


Asp 


221 


6 5 










70 










75 










80 


223 


Leu 


ie 


le 


He 


lyr 




r eu 


Pro 


Pro 


lie 


lie 


Phe 


Asn 


Ala 


Glv 


Phe 


224 










85 










90 










95 




226 


Gin 


Va L 






uys 


Gl n 


Phe 


Phe 


Arq 




Phe 


Va 1 


Thr 


Tie 


Met 


Leu 


22 7 








100 










105 










110 






229 


Phe 


Gly 


Al a 


Va 1 


Gly 


Thr 


lie 


I le 


Ser 


Cys 


Thr 


lie 


He 


Ser 


Leu 


Glv 


2 30 






115 










120 










125 
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Val 


Tlir 


Gin 


Phe 


Phe 


Lys 


Lys 


Leu 


sp 


He 


Glv 


Thr 


Phe 


ASp 


Le u 


Glv 


933 




130 










] 35 










14 0 










2 35 


Asp 


Tyr 


eu 


Ala 


He 


Gly 


Ala 


I le 


Phe 


Ala 


Ala 


Thr 


sp 


Ser 


val 


Cys 


236 


145 










150 










155 










160 
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Thr 


eu 


Gin 
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Asn 
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S P 


Glu 
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P ro 


Teu 


J eu 


Tv r 


Se r 
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170 
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Va 


P le 


G ly 


G lu 


Glv 


Val 


V 
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Asp 


Ala 


Thr 


Ser 


Val 


Val 


Val 


Phe 


Z 4 Z 








3 80 










185 










190 






24 4 


Asn 


Al a 


He 


Gin 


Ser 


Phe 


sp 


Leu 


Thr 


His 


Leu 


Asn 


His 


Glu 


Ala 


Ala 


24 5 






195 










200 










205 








247 


Phe 


His 


Leu 


Leu 


Gly 


sn 


Phe 


Leu 


i y r 


Teu 


Phe 


Teu 




Ser 


Thr 


Leu 


2 4 8 
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220 












Leu 




Ala 


Ala 


Thr 


Gly 


Leu 


lie 


Ser 


Ala 


Tyr 


Val 


lie 


Lys 


ys 


Leu 
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2 30 
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Tyr 
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T]i r 


sp 


r 9 


Glu 


Val 


Ala 


Leu 


Met 


Met 




2 54 










24 5 










2 50 










255 




2 56 


Met 


Ala 


Tyr 


Leu 




Tyr 


Met 


Leu 


Ala 


Glu 


J eu 


Phe 


Asp 


Leu 


Ser 


Gly 


257 








260 










265 










270 
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lie 


Leu 


Thr 


Val 


Phe 


Phe 


Cys 


Gly 


He 


Val 


Met 


Ser 


His 


Tyr 


Thr 


-I r p 


260 






275 










280 










285 








262 


His 


Asn 


Val 


Thr 


Glu 


Ser 


Ser 


Arg 


He 


Thr 


Thr 


Lys 


His 


Thr 


Phe 


Ala 


263 




290 










295 










300 










265 


Thr 


Leu 


Se.r 


Phe 


Leu 


Ala 


Glu 


Thr 


Phe 


He 


Phe 


Leu 


Tyr 


Val 


Gly 


Met 


266 


3 05 










310 










315 










320 


268 


Asp 


Ala 


Leu 


Asp 


He 


Asp 


Lys 


Trp 


Arg 


Ser 


Val 


Ser 


Asp 


Thr 


Pro 


Gly 


269 










325 










330 










3 35 




27.1 


Thr 


Ser 


lie 


Ala 


Val 


Ser 


Ser 


He 


Leu 


Me t 


Gly 


Leu 


Val 


Met 


Val 


Gly 


272 








340 










34 5 










350 






274 


Arg 


Ala 


Ala 


Phe 


Val 


Phe 


Pro 


Leu 


Ser 


Phe 


Leu 


Ser 


Asn 


Leu 


Ala 


Lys 


275 






355 










360 










365 








277 


Lys 


Asn 


Gin 


Ser 


Glu 


Lys 


He 


Asn 


Phe 


Asn 


Met 


Gin 


Val 


Val. 


He 


Trp 


278 
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280 Trp .Ser Gly Leu Met Arg Gly Ala val Ser Met Ala Leu Ala Tyr Asn 

281 385. 390 395 400 
28 3 Lys Phe Thr Arg Ala Gly His Thr. Asp Val Arg Gly Asn Ala lie Met 
284 405 . 410 415 

286 He Thr Ser Thr He Thr Val Cys Leu Phe Ser Thr Val Val Phe Gly 

287 420 425 430 

289 Met Leu Thr Lys Pro Leu He Ser Tyr Leu Leu Pro His Gin Asn Ala " 

290 435 440 445 

292 Thr Thr Ser Met Leu Ser Asp Asp Asn Thr Pro Lys Ser He His lie 

293 450 455 460 

295 Pro Leu Leu Asp Gin Asp Ser Phe He Glu Pro Ser Gly Asn His Asn 

296 465 470 475 480 

298 Val Pro Arg Pro Asp Ser He Arg Gly Phe Leu Thr Arg Pro Thr Arg 

299 485 490 495 

301 Thr Val His Tyr Tyr Trp Arg Gin Phe Asp Asp Ser Phe Met Arg Pro 

302 500 505 510 

304 Val Phe Gly Gly Arg Gly Phe Val Pro Phe Val Pro Gly Ser Pro Thr 

305 515 ' 520 525 

307 Glu Arg Asn Pro Pro Asp Leu Ser Lys Ala 

308 530 535 

311 <210> SEC ID NO: 3 

312 <211> LENGTH: 1788 

313 <212> TYPE: ON A 

314 <213> ORGANISM: Arabidopsis thaliana 

316 <220> FEATURE: 

317 <221> NAME/KEY: CDS / 

318 <2 22> LOCATION: (61 ).. (1647 ) 

319 <223> OTHER INFORMATION: Figure 1(b) 
321 <4 00> SEQUENCE: 3 

323 tcttcgtttg cgattggtgt tttcaaaatc gacgaaatcg aaaacattat cgagtgaaaa 60 



325 


^atg 


agt 


ate 


gga 


tta 


aca 


gag 


ttt 
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acg 


aat 


aaa 


eta 


gca 


get 


gag 


108 


326 


Met 


Ser 


lie 


Gly 


Leu 


Thr 


Glu 


Phe 


Val 


Th r 


Asn 


Lys 


Leu 


Ala 


Ala 


Glu 
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1 








5 










10 
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329 


cat 


cct 


cag 


gtg 


ata 


cca 


ate 


tea 


gtg 


ttc 


ate 


gec 


att 


etc 


tgt 


eta 


156 


330 


His 


Pro 


Gin 


Val 


lie 


Pro 


He 


Ser 
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Phe 


lie 


Ala 


He 


Leu 


Cys 


Leu 




3 3.1 








20 










25 










30 








333 


tgt 


tta 


gtt 


ate 


ggc 


cac 


ttg 


ctt 


gaa 


gag 


aat 


cga 


tgg 


gtt 


aat 


gaa 


204 


334 


Cys 


Leu 


Val 


He 


Gly 


His 


Leu 


Leu 


Glu 


Glu 


Asn 


Arg 


Trp 


Val 


Asn 


Glu 




335 






35 










40 










45 










337 


tct 


att 


aec 


gec 


att 


tta 


gta 


gga 


gca 


gca 


tea 


99 a 


aca 


gtg 


ate 


tta 


252 


338 


Ser 


He 


Thr 


Ala 


He 


Leu 


Val 


Gly 


Ala 


Ala 


Ser 


Gly 


Thr 


Val 


Tie 


Leu 




339 




50 










55 










60 












341 


ctt 


att 


agt 


aaa 


gga 


aaa 


agt 


tea 


cat 


att 


ttg 


gtg 


ttt. 


gat 


gaa 


gaa 


300 


342 


Leu 


He 


Ser 


Lys 


Gly 


Lys 


Ser 


Ser 


His 


He 


Leu 


Val 


Phe 


Asp 


Glu 


Glu 




34 3 


65 










70 










75 










80 




345 


etc 


ttc 


ttc 


att 


tac 


ctt 


ctt 


cct 


cca 


ata 


ate 


ttc 


aat 


get 


ggq 


ttc 


348 


346 


Leu 


Phe 


Phe 


He 


Tyr 


Leu 


Leu 


Pro 


Pro 


He 


He 


Phe 


Asn 


Ala 




Phe 




34 7 










85 










90 










95 






349 


caa 


gtt 


aag 


aaa 


aag 


aag 


ttt 


ttt 


cac 


aac 


ttt 


tta 


acc 


ate 


atg 


tec 


396 




1\ 



Please Note: 

Use of n and/or Xaa have been detected In the Sequence Listing. Please review the 
Sequence Listing to ensure that a corresponding explanation is presented in the <220> to 
<223> fields of each sequence which presents at least one n or Xaa. 
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VERIFICATION SUMMARY 

PATENT APPLICATION: US/09/2 7 1 , 584A 



DAT 13 : 03/0 5/2001 
TIME: 15:40:33 



Input Set : A:\Cpg.pto 

Output Set: N:\CRF3\03052001\I271584A.raw 



0 M:201 W: Mandatory field data 



1699 M:253 W: 
1699 M:258 W: 

1699 M:340 W: 

1700 M:258 W: 

1700 M:258 W: 
34 0 Repeated 

1701 M:258 W: 
M 
M 



1701 
1715 
.1715 
1715 



:258 
:258 



W 

W: 

M:258 W: 
M: 340 W: 



1717 M:258 W: 
'1717 M:258 W: 



Mandatory Feature 
Mandatory Feature 
(46) "n" or "Xaa" 
Mandatory Feature 
Mandatory Feature 
In SeqNo=23 
Ma nda tory Fea tu re 
Mandatory Feature 
Mandatory Feature 
Mandatory Feature 
(4 6) "n" or "Xaa" 
Mandatory Feature 
Mandatory Feature 



34 0 Repeated in SeqNo=24 
1718 M:258 W: Mandatory Feature 
1718 M:258 W: Mandatory Feature 
1731 M.-258 W: Mandatory Feature 
1731 M:258 W: Mandatory Feature 

1731 M:340 W: (46) "n" or "Xaa" 

1732 M:258 W: Mandatory Feature 
.1732 M:258 W: Mandatory Feature 
3 40 Repeated in SeqNo«25 

1736 M:258 W: Mandatory Feature 
1736 .M:2 58 W: Mandatory Feature 
1759 M:258 W: Mandatory Feature 



missing, FILE REFERENCE 

missing, <221> not found for SEQ ID#:23 

missing^ <222> not found for SEQ IDS: 23 
used: Feature required, for SEO IDS: 23 

missing, <221> not found for SEQ ID#:23 

missing, <222> not found for SEQ id#: 23 

missing, <221> not found for SEQ ID#:23 

missing, <222> not found for SEQ .1 D # : 2 3 

missing, <221> not found for SEQ IDS : 24 

missing, <222> not found for SEQ IDS: 24 
used: Feature required, for SEQ ID#:24 

missing, <221> not found for SEQ ID# : 24 

missing, <222> not found for SEQ ID#:24 

missing, <221> not found for SEQ- IDS: 24 

missing, <222> not found for SEQ ID# : 24 

missing, <221> not found for SEQ 1D#:25 

missing, <222> not found for SEQ IDS: 25 
used: Feature required, for SEQ ID#:25 

missing, <221> not found for SEQ ID# : 25 

missing, <222> not found for SEQ ID#:25 



1759 M:258 W: 

1759 M:340 W: 

1776 M:258 W: 

1776 M:258 W: 

1776 M:340 W: 

1795 M:258 W: 

1795 M:258 W: 

1795 M: 340 W: 

1796 M:258 W: 
1796 M:258 W: 



Mandatory Feature 
(46) "n" or "xaa" 
Mandatory Feature 
Mandatory Feature 
(46) n n" or "xaa" 
Mandatory Feature 
Mandatory Feature 
(46) "n" or "Xaa" 
Mandatory Feature 
Mandatory Feature 



missing, <221> 
missing, <222> 
missing, <22I> 
missing, <222> 
used : Feature 
missing, <221> 
missing, <222> 
used : Feature 
missinq, <221> 
missing, <222> 
used : Feature 
missing, <221> 
missing, <222> 



not foufld for SEQ ID#:25 
not found for SEQ ID3:25 
not found for SEQ ID#:26 
not found for SEQ ID#:26 
required, for SEQ ID#:26 
not found for SEQ ID#:27 
not found for SEQ IDS: 27 
required, for SEQ ID#:27 
not found for SEQ IDS: 28 
not found for SEQ ID#:28 
required, for SEQ IDS: 28 
not found for SEQ IDS: 28 
not found for SEQ ID#:28 



340 Repeated in SeqNo-28 



1797 M:258 W 

1797 M:258 W 

1798 M:25« W 
1798 M:258 W 



Mandatory Feature 
Mandatory Feature 
Mandatory Feature 
Mandatory 'Feature 



missing, <221> not found for SEQ IDff:28 

[tiissing, <222> not found for SEQ IDS : 28 

missing, <221> not found for SEQ ID#:28 

missing, <222> not found for SEQ IDft:28 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/271, 584A 



DATE; 02/22/2001 
TIME: 09:18:57 



Input Stvt : A:\salt seq.lstg.txt 

Output Set: H:\CRF3\02222001\I27l584A.raw 




4 

5 
6 
7 



<110> 



APPLICANT : BLUMWALD, Eduardo 
APSE f Maris 
SNEDDEN, Wayne 
AHARON , Gilad 



9 <120> TITLE OF INVENTION; GENETIC ENGINEERING SALT TOLERANCE IN CROP PLANTS 
W--> 0 <130> FILE REFERENCE: 

11 <140> CURRENT APPLICATION NUMBER: US 09/271, 534A 

12 <141> CURRENT PILING DATE: 1999-03-18 

14 <150> PRIOR APPLICATION NUMBER: PCT/CA90/00219 

15 <151> PR TOR FILING DATE: 1.499-03-18 

17 <150> PRIOR APPLICATION NUMBER: US GO/073,474 

18 <151> PRIOR PILING DATE: 1998-04-01 

20 <150> PRIOR APPLICATION NUMBER: US 60/116,111 

21 <151> PRIOR FILING DATE : 1999-01-15 
E--> 23 <160> NUMBER OF SEQ ID NOS : 37 

25 <170> SOFTWARE: PutentTn Ver . 2.1, Word 97 



1725 <223> OTHER INFORMATION: Figure 8(e); n-unknown 
W--> 1727 <211> LENGTH; 

1727 <400? SEQUENCE : 25 
W--> 1729 acattccctg aaagnactgc tggacntttg agggctcgga tgcctgtaga tccaggactc 60 
W--> 173 0 aaaggatgnt gagctagagg ttgttgggat ggtgaagttt gcttaccaag ggccatttac 120 

1731 attgtctggc atcaaactat gcccagccae tqatqgcacg gctcagttta atgaqgctgg 180 

1732 ccacaccttc tccagtggga gttatctytg catctaattg gtaccttctt tgtattgtag 240 
.1 733 ttgttacttt acccttgatt tgttcggttt gottctaaag caggttgtga aatitcctatt 300 

W--> 17 34 gtatgtngtg acgcttgttt gttttttgag gctggaaatt acatcatgtt tttgatttgt 360 
E--> 1735 ctattaaaaa aaaaaaaaaa 380 



ERRORED 



1720 <210> SEQ ID NO: 25 <211> 380 

1721 <212> TYPE: DNA 

1722 <213> ORGANISM: Oryza sativa 
1724 <220> FEATURE: 



SEQUENCES 
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VERIFICATION SUMMARY 

PATLNT APPLICATION: US/09/27 1, 584A 



DATE: 02/22/20 01 
TIME: 09:18:58 



input. Set : 
Output Set: 



A:\salt seqlstg.txt 
N:\CRF3\022 22001\I2 715 84A.raw 



0 M:20l W: Mandatory field data missing, PILE REFERENCE 



10Gb M:25b W 
1698 M:2 r >8 W 
1698 M:258 W 

1698 M:340 W 

1699 M:258 W 
1699 M:258 W 



Invalid Numeric Header Field, <220> has non -blank data 
Mandatory "Feature missing, <221> not found for SEQ IDff:23 
Mandatory Feature missing, <222> not found for SEQ ID4:23 
(46) "u" or "Xaa" used: Feature required, for SEQ. IDH.-23 



Mandatory Feature missing, 
Mandatory Feature missing, 



34 0 Repeated in SeqNo»23 



:1700 M:258 W 
1700 M:258 W 
: 1714 M:258 W 
:1714 M:253 W 
1714 M:340 W 
1716 M:25B W 
1716 M:258 W 



<221> not found for SEQ lDtt:23 
<222> not found for SEQ IDS : 23 

<221> not found for SEQ ID#:23 
<222> not' found for SEQ IDS: 23 
<221> not found for SEQ ID#:24 



Mandatory Feature missing, 
Mandatory Feature missing, 
Mandatory Feature missing, 
Mandatory Feature missing, <222> not found for SEQ ID 8 : 24 
(4 6) "n" or "xaa" used: Feature required, for SEQ 1DU : 24 



Mandatory Feature missing, 
Mandatory Feature missing, 
34 0 Repeated in SeqNo=24 
1717 M:258 W: Mandatory Feature missing, 
Mandatory Feature missing, 



1717 M:25tt W 

:1727 M:282 W 

1729 M:258 W 

1729 M:258 W 

1729 M:340 W 

1730 M:258 W 
1730 M:258 W 



<221> not found for SEQ ID#:24 
<222> not found for SEQ IDs: 24 

<221> not found for SEQ 'IDS: 24 

:24 



<222> not found for SEQ IDtt: 
Numeric Field Identifier Missing, <211> is required. 
Mandatory Feature missing, <221> not found for SEQ IDS -.25 
Mandatory Feature missing, <222> not found for SEQ TD#:25 



(46) 



or "xaa" used: Feature required, Cor SEQ 106:25 



<22I> not found for SEQ IDS:25 
<222> not found for SEQ ID<f:25 

<22.l> not found for SEQ ID#:25 
<222> not found for SEQ IDff:25 
No. of Seq, differs, <211>T i ENGTH : Input : 0 Found:38u SEQ-.25 
Mandatory Feature missing, <221> not found for SEQ ID#:26 
Mandatory Feature missing, <222> not found for SEQ id* -.26 
(46) "n" or "Xaa" used: Feature required, for SEQ IDS: 26 
Missing Blank Line separator, <400> field identifier 
Mandatory Feature missing, <221> not found for SEQ JD#:27 
Mandatory Feature missing, <222> not found for SEQ ID*: 27 
(46) "n" or "xaa" used: Feature required, for SEQ IDS: 27 
Mandatory Feature missing, <22l> not found for SEQ ID#:0 
Mandatory Feature missing, <222> not found for SEQ ID#:0 
(46) "n" or "xaa" used: Feature required, for SEQ IDS: 28 
Mandatory Feature missing, <221> not found for SEQ IP#:0 

<222> not found for SEQ ID#:0 



Mandatory Feature missing, 
Mandatory Feature missing, 
34 0 Repeated in SeqNo-25 

17 34 M:258 W: Mandatory Feature missing, 
17 34 M:258 W: Mandatory Feature missing, 
17 35 M:252 E: 
17 57 M:258 W: 
1757 M:258 W: 
1757 M:340 W: 
1767 M:283 W: 
1773 M:258 W: 
1773 M:258 W: 
1773 M:340 W: 
17 90 14:25 8 W 
1790 M:258 W 

1790 M:340 W 

1791 M:258 W 
.1791 M:258 W 
34 0 Repeated 

1792 M:258 W 

1792 M:258 W 

1793 M:258 W 
1793 M:25ti W 

1797 M:280 W 

1798 M:280 W 

1799 M:280 V/ 



Mandatory Feature missing, 
In SeqNo-28 

Mandatory Feature missing, 

Mandatory Feature missing, 

Mandatory Feature missing, 



<221> not found for SEQ TDtf:0 
<222> not found for SEQ ID»:0 
<221> not found for SEQ ID#:0 
Mandatory Feature missing, <222> not found for SEQ ID#:0 
Numeric Identifier already exists, Length not replaced. 
Numeric Identifier already exists, Type not replaced. 
Numeric Identifier already exists, Organism not replaced. 
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VERIFICATION SUMMARY DATE: 02/22/2001 

PATENT APPLICATION: US/09/271, 584A TIME: 09:18:58 

Input Set : A:\salt seqlstg.txt 

Output Set: N:\CRF3\02222001\l271584A.raw 

L:23 M:203 E : No. of Seq. differs, <160> Number Of Sequences : Input (37) Counted (36) 
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